Proteomic-based screening of miRNAs metabolic pathway targeting.
The analysis of miRNA expression profile is powerful support to screen new disease biomarkers. One miRNA can control the expression of several different protein mRNAs. Lack of knowledge about the process of target recognition is a weak point in the development of reliable computational tools for miRNA target selection. Here we present a novel integrative approach for to predict potential miRNA target. It is a workflow founded on integration proteomic and miRNA information. The software has been tested on a sample of proteomic data obtained from samples of mouse subjected to the effect of Environmental Cigarette Smoke (ECS).